the cell mass of the four strains was harvested from MA plates after incubation for 3 days at 25 u C. For polar lipid analysis and DNA extraction, the cell biomass of the four strains was obtained from cultures grown for 3 days in marine broth (MB; BD) at 25 u C. The cell biomass of the three Krokinobacter strains grown in MB was also used for isoprenoid quinone analysis. Phylogenetic analyses based on published 16S rRNA gene sequences were performed as described by Yoon et al. (2003) . In the neighbour-joining phylogenetic tree based on 16S rRNA gene sequences, D. donghaensis DSW-1 T and the type strains of the three species of the genus Krokinobacter formed a coherent cluster supported by high bootstrap resampling values (Fig.  1) . The relationships among the four strains were also maintained in the trees constructed using the maximumlikelihood and maximum-parsimony algorithms (Fig. 1 T , respectively, and sequence similarity values among the type strains of the three species of the genus Krokinobacter were in the range 97.6-99.9 %. These four strains exhibited 16S rRNA gene sequence similarity values of less than 94.0 % to other members of the family Flavobacteriaceae.
Fatty acids were saponified, methylated and extracted using the standard protocol of version 4.0 of the Sherlock Microbial Identification System (MIDI). The fatty acids were analysed by GC (6890; Hewlett Packard) and identified by using the TSBA40 database of the Microbial Identification System (Sasser, 1990) . The cellular fatty acid profiles of D. donghaensis DSW-1 T and the type strains of the three species of the genus Krokinobacter, determined under identical conditions and methods, are compared in Table 1 . The fatty acid profiles of the four strains were essentially similar, even though there were differences in the proportions of some fatty acids and in the presence or absence of some fatty acids (Table 1) . The major fatty acids (.10 % of the total fatty acids) found in the four strains were iso-C 15 : 0 , iso-C 15 : 1 G and iso-C 17 : 0 3-OH (Table 1) . Isoprenoid quinones were extracted according to the method of Komagata & Suzuki (1987) and analysed using reversed-phase HPLC and a YMC ODS-A (25064.6 mm) column. The predominant isoprenoid quinone found in K. genikus CIP 108744 T , K. diaphorus CIP 108745 T and K. eikastus CIP 108743
T was menaquinone-6 (MK-6), which was in line with D. donghaensis DSW-1 T (Yoon et al., 2005) and all other members of the family Flavobacteriaceae. Polar lipids were extracted according to the procedures described by Minnikin et al. (1984) and separated by twodimensional TLC followed by spraying with ethanolic molybdophosphoric acid, molybdenum blue, ninhydrin and a-naphthol reagents (Minnikin et al., 1984; Komagata & Suzuki, 1987) and the Dragendorff's reagent (Sigma). The polar lipid profile of K. genikus CIP 108744
T was highly similar to that of D. donghaensis DSW-1 T in that phosphatidylethanolamine, one unidentified aminolipid and one unidentified lipid were the major and only polar lipids detected (Fig. 2) . In addition to these components, K. diaphorus CIP 108745 T and K. eikastus CIP 108743 T also contained one unidentified aminophospholipid as an additional major polar lipid (Fig. 2) . K. eikastus CIP 108743 T also contained minor amounts of four unidentified polar lipids. Chromosomal DNA of the four strains was extracted and purified according to the method described previously (Yoon et al., 1996) , with the exception that RNase T1 was used in combination with RNase A to minimize RNA contamination. DNA-DNA hybridization was performed fluorometrically by the method of Ezaki et al. (1989) Krokinobacter eikastus PMA-26 T (AB198088)
Krokinobacter diaphorus MSKK-32 T (AB198089)
Dokdonia donghaensis DSW-1 T (DQ003276)
Krokinobacter genikus Cos-13 T (AB198086)
Ulvibacter litoralis KMM 3912 T (AY243096)
Gilvibacter sediminis Mok-1-36 T (AB255368)
Fulvibacter tottoriensis MTT-39 T (AB294107) Baumann & Baumann (1981) ], using supplementation with 0.02 % (w/v) NaNO 3 , 0.002 % (w/v) yeast extract, 2 % (v/v) Hutner's mineral base (Cohen-Bazire et al., 1957) and 1 % (v/v) vitamin solution (Staley, 1968 (Bruns et al., 2001) . Carbon sources were added at a concentration of 0.1 % (w/v) after sterilization by filtration. Acid production from carbohydrates was determined as described by Leifson (1963) . Susceptibility to antibiotics was investigated on MA Table 2 .
Taking these data into account, it is reasonable that the genera Dokdonia and Krokinobacter should be integrated into one genus, Dokdonia, according to Rule 42 of the International Code of Nomenclature of Bacteria in which the oldest legitimate genus name has the priority (Lapage et al., 1992) . Accordingly, it is proposed that K. genikus, K. diaphorus and K. eikastus be reclassified into the genus Dokdonia as Dokdonia genika comb. nov., Dokdonia diaphoros comb. nov. and Dokdonia eikasta comb. nov., respectively, and the description of the genus Dokdonia is also emended.
Emended description of the genus Dokdonia Yoon et al. 2005
The description of the genus Dokdonia is as given by Yoon et al. (2005) with the following amendments. The major fatty acids are iso-C 15 : 0 , iso-C 15 : 1 G and iso-C 17 : 0 3-OH.
The major polar lipids are phosphatidylethanolamine, one unidentified aminolipid and one unidentified lipid. The DNA G+C content is 33-39 mol%. The description is the same as that given by Khan et al. (2006) with the following amendments. In tests using conventional methods, pyruvate is utilized, but L-arabinose, cellobiose, D-fructose, D-galactose, D-glucose, maltose, D-mannose, salicin, sucrose, trehalose, D-xylose, acetate, benzoate, citrate, formate, L-malate, succinate and L-glutamate are not. Acid is produced from cellobiose, D-glucose, lactose and sucrose, but not from L-arabinose, D-fructose, D-galactose, myo-inositol, maltose, D-mannitol, D-mannose, melezitose, melibiose, raffinose, L-rhamnose, D-ribose, D-sorbitol, trehalose or D-xylose. In assays with the API ZYM system, alkaline phosphatase, esterase lipase (C8), leucine arylamidase, valine arylamidase, acid phosphatase, naphthol-AS-BI-phosphohydrolase and N-acetylb-glucosaminidase activities are present, and weak esterase (C4) and cystine arylamidase activities are present, but lipase (C14), trypsin, a-chymotrypsin, a-galactosidase, bgalactosidase, b-glucuronidase, a-glucosidase, b-glucosidase, a-mannosidase and a-fucosidase activities are absent. Susceptible to carbenicillin, cephalothin, chloramphenicol, The description is the same as that given by Khan et al. (2006) D-xylose. In assays with the API ZYM system, alkaline phosphatase, esterase lipase (C8), leucine arylamidase, acid phosphatase and naphthol-AS-BI-phosphohydrolase activities are present, and weak esterase (C4) activity is present, but lipase (C14), valine arylamidase, cystine arylamidase, trypsin, a-chymotrypsin, a-galactosidase, b-galactosidase, b-glucuronidase, a-glucosidase, bglucosidase, N-acetyl-b-glucosaminidase, a-mannosidase and a-fucosidase activities are absent. Susceptible to carbenicillin, cephalothin, chloramphenicol, lincomycin, novobiocin and oleandomycin, but not to ampicillin, gentamicin, kanamycin, neomycin, penicillin G, polymyxin B, streptomycin or tetracycline. The description is the same as that given by Khan et al. (2006) with the following amendments. In tests using conventional methods, pyruvate is utilized and D-glucose, maltose, salicin, sucrose and trehalose are weakly utilized, but L-arabinose, cellobiose, D-fructose, D-galactose, D-mannose, D-xylose, acetate, benzoate, citrate, formate, L-malate, succinate and L-glutamate are not. Acid is produced from cellobiose, D-glucose, maltose and sucrose, and weakly from lactose, raffinose and trehalose, but not from L-arabinose, Dfructose, D-galactose, myo-inositol, D-mannitol, D-mannose, melezitose, melibiose, L-rhamnose, D-ribose, D-sorbitol or Dxylose. In assays with the API ZYM system, alkaline phosphatase, esterase lipase (C8), leucine arylamidase, valine arylamidase, acid phosphatase and naphthol-AS-BI-phosphohydrolase activities are present, and weak esterase (C4) and cystine arylamidase activities are present, but lipase (C14), trypsin, a-chymotrypsin, a-galactosidase, b-galactosidase, b-glucuronidase, a-glucosidase, b-glucosidase, Nacetyl-b-glucosaminidase, a-mannosidase and a-fucosidase activities are absent. Susceptible to carbenicillin, cephalothin, chloramphenicol, lincomycin and oleandomycin, but not to ampicillin, gentamicin, kanamycin, neomycin, novobiocin, penicillin G, polymyxin B, streptomycin or tetracycline.
Description of
The type strain, PMA-26 T (5NBRC 100814 T 5CIP 108743 T ), was isolated from marine sediment at Kisarazu, Japan.
